Alpha-amylase is a known target for type II diabetes. Therefore, it is of interest to design α-amylase inhibitors based on hydrazone scaffold. The structure of these hybrids was confirmed by spectroscopic analysis (IR, 1 H-and 13 C NMR). All the compounds have potential inhibitory properties as shown by in vitro α-amylase inhibition activity. The compound 5- (4a) in 100 µg/mL concentration showed a high inhibition of 85.23%. In vitro α-amylase inhibition was further supported by docking studies of compound against the active site of pig pancreatic α-amylase (PDB ID: 3L2M). Docking studies revealed that the bonding interactions found between the compound and human pancreatic α-amylase are similar to those responsible for α-amylase inhibition by acarbose.
Chalcone is a class of open-chain flavonoids that is not only biosynthesized by plants but also can be prepared synthetically. The simplest chalcone can be prepared by an aldol condensation between a benzaldehyde and an acetophenone in the presence of base [22] [23] [24] . Hydrazones of chalcones have shown a wide variety of pharmacological effects, including anti-inflammatory and anticancer activities [25] [26] [27] [28] [29] . Despite the comprehensive biological studies on chalcones, reports on their anti-diabetic activity are limited [30] . Significant advances have been made in the past few years in the isolation and preparation of several hydrazones of chalcones derivatives.
Material and methods: Chemistry:
Thin layer chromatography (TLC) was used to examine the progress of the reaction. Open glass vessels were used to make a decision for the dissolving on outstanding softening mechanical assembly and were uncorrected. H1 and 13C atomic enticing reverberation (H1 proton magnetic resonance and 13CNMR) 524 ©Biomedical Informatics (2019) spectra were recorded on Bruker Avance II four hundred proton magnetic resonance spectroscope (400 MHz) at 298K, in correct deuterated dissoluble. Concoction move were accounted for as δ (ppm) with relation to tetra methyl silane (TMS) within allowable limit. Infrared spectra (IR) were recorded as KBr pellet on Shimadzu FT-IR spectroscope.
Preparation of AC-CdO-TiO2 nonocomposite material by precipitation method: AC-CdO-TiO2 nanocomposite material was synthesized by precipitation method. Initially cadmium acetate dihydrate (0.4 M) were dissolved in anhydrous ethanol solution beaker A. 0.4m citric acid and tetra isopropyl orthotitanate were in ethanol is taken as another solution beaker B and Activated carbon (AC) were dissolved in anhydrous ethanol solution beaker C, the solution A and solution C is added to Solution beaker B and stirred well. Then to thise 2 drops NH4OH is added at room temperature under vigorous stirring until the precipitate was formed. The obtained precipitate was washed with water and ethanol. Then the precipitate was collected and dried in oven at 100 o C for 12 hrs. The resulting powder was finally calcinated at 500 0 C at 4 hrs.
General procedure for the Synthesis of (E)-1-(4-(difluoromethoxy)-3-hydroxyphenyl)-3-phenylprop-2-en-1-one(3):
4-(difluoromethoxy)-3-hydroxybenzaldehyde 1 (0.02 mol) and 1-
were dissolved in 30 ml of alcohol. To this reaction mixture 40% NaOH (10 ml) and AC-CdO-TiO2 nanoparticles catalyst (0.003 g), in ethanol (5 mL) were added. TLC followed the progress of the reaction. After completion of the reaction, the mixture was filtered to remove the catalyst and the filtrate was taken in ether, washed with water and dried over anhydrous sodium sulfate. Removal of solvent gave the crude product which was recrystallized from methanol to obtain the pure compounds. (20 ml) . To this mixture AC-CdO-TiO2 nano particles was added and it was refluxed for 3 hrs. On cooling and dilution with ice-cold water, a solid mass separated out. It was re-crystallized from ethanol.
Docking studies:
X-ray crystal structures of pig pancreatic alpha-amylase (PDB Id: 3L2M) were retrieved from the Protein Data Bank [31] . To put together the receptor for docking studies, co-crystallized ligand and water molecules were eliminated. At the same time polar hydrogen atoms and Kollman-united costs have been protected by the DNA Gyrase receptor. The essential pdb and pdbqt documents of ligands and Pig pancreatic alpha-amylase receptor were prepared for the 
Inhibition assay for α-Amylase activit:
A stock solution of 10 mg/10 mL concentration was prepared using DMSO solvent. Activity of amylase was assayed with different concentrations (50, 100, 200 µg/mL) of sample with control and reagent solution without test sample was used as control. Starch solution (1% w/v) or (0.5% w/v) was prepared by stirring and boiling 0.5 g of soluble potato starch in 50 mL of deionized water for 15 minutes. The enzyme solution (1 unit/mL) was prepared by mixing 100 mg in 100 mL of 20 mM sodium phosphate buffer (pH 6.9). The color reagent was a solution containing 96 mM 3,5-dinitrosalicylic acid (DNSA) (20 mL), 5.31 M sodium potassium tartrate in 2 M NaOH (8 mL) and deionized water (12 mL). Acarbose was used as a standard at the concentration of 1mg/mL. 100 µl of test solution and 100 µL of enzyme solution were mixed in viols and incubated at 25°C for 30 min. To this mixture 100 µL of color reagent was added and the mixture was heated on water bath at 85°C for 15 min. Further, the reaction mixture was removed from water bath, cooled and absorbance value determined at 595 nm. Individual blanks were prepared for correcting the background absorbance. Control experiment was conducted in the same manner by replacing the drug sample with 1 mL DMSO. Table 3 . The singlet observed in the range 6.30-6.60ppm is due -CH2 methylene proton of 3',4'-methylenedioxy acetophenone moiety proton. The singlet observed at 7.41-7.49ppm is due -CH proton of -CHF2 moeity. The signals appearing 7.14-8.38ppm are obviously due to aromatic protons. The five chalconeimine derivatives (4a-e) shown in Figure 1a were taken for docking studies. These compounds are synthesized and their structures have been determined by IR, 1 H and 13 CNMR spectroscopy.
In vitro α-amylase inhibition:
All the synthesized compounds (4a-e) and standard drug were explored for their in vitro α-amylase inhibition studies at different concentrations (50, 100, 200µg/mL) as shown in the Table 4 . All the compounds showed good % inhibition of α-amylase when compared with standard drug acarbose. Compound 4b and 4d were found to be more potent among all the synthesized compounds when explored at the concentration of 50µg/mL. Compound 4d shows 76.58% inhibition followed by 4b with 77.18% inhibition. There was a significant rise in % inhibition when concentration has been changed to 100µg/ml from 50µg/mL. Among all, 4b shows 81.35% inhibition followed by 4a which showed 85.23% inhibition at 100µg/ml. Inspired by the results obtained at 100µg/mL concentration, all the synthesized compounds were further screened for there in vitro α-amylase inhibition at 200µg/mL. All compounds exhibited a linear rise in % inhibition. 
Docking studies:
Interactions between inhibitors and active site of the target protein can be explored using molecular docking studies. The above results showed that all the synthesized molecules were stronger inhibitors of alpha-amylase as compared to acarbose. Therefore, for ascertaining the binding conformation and interactions responsible for the activity, docking simulation of compound 4a and 4d was performed against active site of pig pancreatic alpha-amylase (PDB ID: 3L2M). Ligands taken for the docking studies are shown in Figure 1a . Pig pancreatic alpha-amylase protein is considered as target protein for this study. Its structure was taken from RCSB Protein Data Bank (PDB) with PDB ID: 3L2M as shown in Table 4 . Docking studies reveled that these amino acids present in the target proteins pocket involves in the binding interaction with the selected compounds.
These complex structures reveal essential interactions between the inhibitor and the protein and these interactions are taken as the reference for the hydrazone derivative (4a-e). The co-crystallized ligand are forms hydrogen bond interaction with the residues GLY 309, GLN 302, ARG 346, ASP316, ARG 267) ( Figure 5 ) which are present within the ATP binding pocket. The ligand is also further stabilized by a number of hydrophobic contacts with the residues. The five hydrazone derivatives (4a-e) shown in Figure 1a were taken for docking studies. These compounds are synthesized and their structures have been determined by IR, 1 H and 13 CNMR spectroscopy. The docking studies clearly reveal that some of these compounds bind efficiently to the enzymes of pig pancreatic alphaamylase. Binding score of autodock 4.2 varies between -7.8 to -8.9
for compounds 3a-g tested for pig pancreatic alpha-amylase (Table  5 ) Out of the five hydrazone derivatives analyzed, compound 4b and 4d forms the best interaction with pig pancreatic alphaamylase.
The compound 4a and 4d has the highest binding score of -8.9 and -8.7. The fluorine, oxgen atom on hydrazone compound forms hydrogen bond with the hydrogen atom of ALA 198, ARG 195, and HIS 299 of pig pancreatic alpha-amylase (Figure 3 and Table 6 ).
Compound 4d having a binding score of -8.9 makes hydrogen bonds with the active site residue ASP 300, GLU 233, LYS200 and ILE 235 of enzyme (Figure 4) . Re-docking of the inhibitor from the co-crystallized complex structure ( Figure 5 ) of pig pancreatic alphaamylase resulted in a binding score of -7.8, which is comparable to the scores found for compound 4b and 4d ( Table 5 ). The re-docked conformation of co-crystallized ligand (Figure 2 ) resembles the conformation of the hydrazone derivative (compound 4b and 4d respectively).
Conclusion:
We describe the synthesis and evaluation of five hydrazone derivatives as α-amylase inhibitors. The structures of all synthesized compounds were confirmed by elemental and spectroscopic analysis (IR, 1H and 13C-NMR). The biological potential of synthesized compounds was investigated through in vitro α-amylase inhibition activity. The results showed that some of the synthesized compounds exhibited significant inhibitory activities. The compound 5-((1Z,3Z)-3-(benzo[d] [1, 3] dioxol-5-yl)-3-((4-chloropyridin-2-yl)imino)prop-1-en-1-yl)-2-(difluoromethoxy) phenol (4b) in 100 µg/mL concentration showed remarkable inhibition of 81.35%. Docking studies of compound 4a-e were performed against active site of pig pancreatic alpha amylase (PDB ID: 3L2M). It has been revealed from docking studies that the bonding interactions found between 4b and 4d with pig pancreatic α-amylase are similar to those responsible for α-amylase inhibition by acarbose.
©Biomedical Informatics (2019)
, the publisher presents
The journal is indexed in
